Purity profiles of P1 to P6 by HPLC analysis provided by the vendor when peptides were synthesised.
Supplementary Figure 2
(A-F) Aggregation Kinetics of the selectively 13 C and 15 N labelled peptides as observed by 1D-Solution NMR. 1D NMR of all peptides at Time 0 and aggregation kinetics monitored at various time points. P1 peptide took almost 24 h to aggregate while Peptides P2, P3 and P4 aggregated within 6 h. P5 was the fastest to aggregate as soon as it was dissolved in the buffer with no major amide peaks observed in the spectra. P6 took about 12 h to aggregate.
Supplementary Figure 3
Thermal denaturation studies using Circular Dichroism Spectropolarimetry. CD spectra of P2, P3 and P6 peptide fibrils at 20 °C (black), heated to 90 °C (red) and after cooling back to 20 °C (blue). All 3 fibrils display a very sharp increase in the intensity mild conversion to mixed structures corresponding to random coils.
Supplementary Figure 4
Variable temperature CD spectra at 222 nm for 5 heat-cool cycles: The thermo resistant P5 peptide fibril was examined further by heating to 90 °C and cooling back to 20 °C and the cycle was repeated 5 times. The data was plotted as [θ]MRW at 222nm against temperature. There was no hysteresis observed.
Supplementary Figure 5
Effects of rate of heating on the thermal denaturation of P5 fibrils: The thermal properties of the thermo resistant P5 peptide were further analysed by heating the fibrils to 90 °C at various heating rates (0.5 °C/min, 1 °C/min and 2 °C/min). In all experiments, the β-sheet structure corresponding to the fibrils was intact. The table shows the corresponding temperature midpoint (Tm) ranges from 51 °C for 0.1 °C/min to 57 °C for 1 °C/min.
Supplementary Figure 6
Electron micrographs of the P5 fibrils before and after digestion by trypsin displaying minimal changes in the fibrillar morphology following digestion by trypsin. The scale bars represent 200 nm.
Supplementary figure 7
CP-MAS experiments for peptides P1 to P6 showing a well dispersed spectrum.
Supplementary Figure 8A
DARR spectra for fibrils derived from P1 peptide recorded with 20 ms mixing time.
The DARR spectrum showed fewer well resolved peaks which may be due to the presence of fibrils that are not homogenous and with different conformation of amino acids. Figure 8B 
Supplementary

